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FigureS1: Protein expression profile across all MB subgroups. A; Venn diagram showing the number of 

proteins shared across the MB subgroups (the percentages above each subgroup indicate our super-SILAC 

reference coverage i.e. the number of sample peptides with matched heavy labeled references). B; The 

chromosomal location of the top 100 differentially expressed proteins across all subgroups (red columns 

indicate well known chromosomal aberrations associated with MB). 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

FigureS2: Differential protein expression pattern and Kegg pathway analysis between MYC-amplified and 

non-amplified tumors. A; Most significant predicted Kegg pathways when using only differentially expressed 

proteins (>2 fold and p<0.05) between MYC-amplified versus non-amplified Group 3 MBs. B; Venn diagram 

showing significant (p<0.05, all >6 fold) proteins expression between MYC-amplified and non-amplified 

tumors. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

FigureS3: Unsupervised hierarchical clustering and pathway analysis using human transcriptome data. A,B; 

Unsupervised clustering of gene transcriptome data from 20 Group 3 MBs and principal component analysis 

was unable to segregate tumors with a MYC-amplification. C; Although gene transcriptome analysis revealed 

few significant mRNA transcript differences between MYC-amplified versus non-amplified tumors, the overlap 

in differentially expressed proteins and mRNA were principally in pathways associated with alternative 

splicing, metabolism and ribosomal biogenesis. D; Western blot confirmation of key proteomic differences 

observed using mass spectrometry. 

 

 

 

 

 



 

Figure S4: Cell viability measurements (using Cell Titer Glo ®) after ROS assay. No significant difference in 

cell density following ROS measurements.  

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



Table S1: Differentially expressed proteins: MYC non-amplified versus MYC amplified. 

 



 



 



 



Table S2: Human tissue sample details. 

 

 

 



 


